OTUs were consistent per host species, regardless of feeding status. We conclude that spiders 47 contain a remarkably diverse symbiotic microbiota. Spiders would be an informative group for 48 investigating endosymbiont population dynamics in time and space, and unstarved specimens 49 collected for other purposes (e.g., food web studies) could be used, with caution, for such 
Introduction
procedure allowed us to distinguish among strain types (Operational Taxonomic Units, or OTUs) 145 even if they only differed by one basepair over the sequenced length [34] . Resulting unique 146 sequences were taxonomically classified using a naïve Bayes classifier that was trained on the 147 515F/806R V4 region of the Greengenes 13_8 99% OTUs reference database [35] . We 148 additionally queried high prevalence sequences (>0.1% of total reads, or >1% of any particular 149 sample) against the NCBI nt database using the megablast algorithm, to identify symbiotic taxa 
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Results
183
Endosymbionts were very common in the agricultural spiders that we screened.
184
Diagnostic screening results are presented in Table 1 . Most spider species (10/14 species = 71%) 185 had at least one specimen that tested positive for common endosymbiont genera, and half (7/14) 186 of the species had two or more symbiont genera represented. suggesting the potential for spurious positives due to symbiont-infected prey in the gut.
262
In general, starved specimens had a lower diversity of bacterial taxa than unstarved 263 specimens, but the dominance of a few symbiotic taxa per specimen was unchanged. For both I. 
290
Spiders also have novel endosymbiont taxa that have not been previously described. We 291 found that all specimens of G. foxi were infected with the same OTU that falls within the 
306
In general, the function of these endosymbiotic taxa in spiders remain to be elucidated, 
316
In the present study we included both starved and unstarved specimens, to gain insight 317 into the potential utility of the latter. Starved specimens had fewer microbial taxa than unstarved, 318 but it appears that it is mostly low-representation taxa that are removed from the microbiome by It was also beneficial to include a combination of diagnostic PCR, Sanger sequencing,
340
and high-throughput sequencing in our survey. Diagnostic PCR, even in combination with 341 Sanger sequencing, underestimated endosymbiont diversity, both by missing unexpected 342 bacterial taxa (e.g., OTU U1 and Rickettsiella in G. foxi), and by failing to resolve infections by 343 multiple congeneric strain types within the same host specimen (e.g., the two Cardinium strains 344 in I. rugosa). However, the high-throughput data also had limitations. In particular, index 345 swapping and ultra-sensitivity of the methodology had a tendency to result in false positives, 346 unless data was corrected [36] . Furthermore, the short amplification region failed to fully resolve 347 some strain types that were evident from Sanger sequencing of longer segments of 16S or 348 alternate genes. The V4 region, and 16S as a whole, has previously been shown to be problematic for some taxonomic groups that are invariant over this region (e.g. many genera in 
